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Background: Rice blast disease is one of the most destructive diseases of rice worldwide. We previously cloned the
rice blast resistance gene Pid2, which encodes a transmembrane receptor-like kinase containing an extracellular
B-lectin domain and an intracellular serine/threonine kinase domain. However, little is known about Pid2-mediated
signaling.
Results: Here we report the functional characterization of the U-box/ARM repeat protein OsPUB15 as one of the
PID2-binding proteins. We found that OsPUB15 physically interacted with the kinase domain of PID2 (PID2K) in vitro
and in vivo and the ARM repeat domain of OsPUB15 was essential for the interaction. In vitro biochemical assays
indicated that PID2K possessed kinase activity and was able to phosphorylate OsPUB15. We also found that the
phosphorylated form of OsPUB15 possessed E3 ligase activity. Expression pattern analyses revealed that OsPUB15
was constitutively expressed and its encoded protein OsPUB15 was localized in cytosol. Transgenic rice plants
over-expressing OsPUB15 at early stage displayed cell death lesions spontaneously in association with a constitutive
activation of plant basal defense responses, including excessive accumulation of hydrogen peroxide, up-regulated
expression of pathogenesis-related genes and enhanced resistance to blast strains. We also observed that, along
with plant growth, the cell death lesions kept spreading over the whole seedlings quickly resulting in a seedling
lethal phenotype.
Conclusions: These results reveal that the E3 ligase OsPUB15 interacts directly with the receptor-like kinase PID2
and regulates plant cell death and blast disease resistance.
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Plants respond to pathogen infection using their innate
immunity system, which includes two layers, pathogen/
microbe-associated molecular pattern (PAMP/MAMP)-
triggered immunity (PTI) and effector-triggered immunity
(ETI) [1,2]. PTI, also known as the plant basal defense, is
mediated by plant pattern recognition receptors (PRRs)
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unless otherwise stated.PAMPs/MAMPs [3,4]. Compared to ETI, PTI mediates a
relatively weaker immune response with broad-spectrum
defense against pathogens. There are some typical down-
stream responses in this pathway, including the activation
of mitogen-activated protein kinases (MAPKs), rapid
production of reactive oxygen species (ROS) and the
induction of pathogenesis-related (PR) genes [5-7]. When
pathogens develop specific effectors to suppress PTI, plants
evolve corresponding resistance proteins to recognize these
effectors and lead to ETI, a much more rapid and robust im-
mune response [8]. Besides the signaling process present in
PTI, hypersensitive response (HR), a form of localized pro-
grammed cell death (PCD) at the infection sites of plant to
prevent the spread of pathogens, is usually accompaniedThis is an Open Access article distributed under the terms of the Creative
ommons.org/licenses/by/4.0), which permits unrestricted use, distribution, and
iginal work is properly credited. The Creative Commons Public Domain
g/publicdomain/zero/1.0/) applies to the data made available in this article,
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death lesions similar to HR cell death in the absence of
pathogen infection and such mutants are called lesion
mimic mutants [10,11]. There are a lot of overlaps in the
signal pathways of lesion mimic PCD and plant innate im-
munity, suggesting the existence of signaling crosstalk be-
tween them [12,13].
Protein degradation mediated by the ubiquitin-prote-
asome system (UPS) plays critical roles in plant immun-
ity. UPS is used for selectively degrading proteins
through a process of polyubiquitination in eukaryotic
organisms. Ubiquitination of a target protein is carried
out by attaching ubiquitin molecules to the target
through a sequential action of ubiquitin-activating en-
zyme (E1), ubiquitin-conjugating enzyme (E2) and ubi-
quitin protein ligase (E3). The protein conjugated with a
poly-ubiquitin chain is then targeted to the 26S prote-
asome for degradation [14,15]. Among the UPS compo-
nents, E3 ligases are the most diverse members as they
determine the substrate specificity [16,17]. E3 ligases
can be classified into different groups based on the pres-
ence of specific HECT, RING, or U-box domains
[18,19]. The U-box domain is a modified RING domain
consisting of ~70 conserved amino acids [20,21]. In
both rice (Oryza sativa L.) and Arabidopsis thaliana,
the largest group of predicted plant U-box proteins
(PUBs) contains varying repeats of C-terminal armadillo
(ARM) motif which are involved in the protein-protein
interactions [22-24]. Many plant U-box/ARM repeat
proteins have been identified as active E3 ligases with
important roles in diverse biological processes, such as
self-incompatibility [25,26], plant hormone responses
[27-30], abiotic stresses [31-35], flowering time [36,37],
plant cell death and defense responses [36,38-42].
Rice blast disease, caused by the fungus of Magna-
porthe oryzae (M. oryzae), is one of the most destructive
diseases of rice worldwide [43]. To date, more than two
dozens of rice blast resistance genes have been cloned
and characterized, but the immediate downstream sig-
naling events mediated by these resistance genes are
largely unknown. The rice blast resistance gene Pid2 en-
codes a transmembrane B-lectin receptor-like kinase
[44]. To identify the interaction partners of PID2, we
formerly used the intracellular kinase domain of PID2 as
bait to screen a rice cDNA library via yeast two-hybrid
approach and obtained some binding proteins [45].
Among them, a protein encoded by LOC_Os08g01900
was previously reported as a U-box/ARM repeat protein
called OsPUB15 [23].
Here, we report that OsPUB15 is able to interact dir-
ectly with the kinase domain of PID2 in vitro and
in vivo. Our study also reveals that OsPUB15 could be
phosphorylated by PID2K in an ARM-dependent man-
ner and the phosphorylated OsPUB15 exhibits E3 ligaseactivity. Furthermore, overexpression of OsPUB15 in
rice leads to a spontaneous cell death phenotype and a
constitutive activation of plant basal defense response.
These findings demonstrate that OsPUB15 plays critical
roles in plant cell death and innate immunity.
Results
OsPUB15 is a U-Box/ARM repeat protein
The previous study identified OsPUB15 as one of the
PID2K-interacting proteins through yeast two-hybrid
screening [45]. According to the rice genome annotation
database (http://rice.plantbiology.msu.edu), OsPUB15 is
annotated as a putative ARM (armadillo) repeat family
protein composed of 824 amino acids with a molecular
mass of approximate 90 kD. The SMART (http://smart.
embl-heidelberg.de/) database shows that OsPUB15 con-
tains a conserved U-box domain spanning the amino
acid residues 232 to 295 and five tandem repeats of
ARM motifs in its C terminus (Figure 1). Phylogenetic
analysis on the ARM repeat-containing PUBs revealed
that OsPUB15 was most closely related to NtPUB4
(51.8% sequence identity) and AtPUB4 (50.4% sequence
identity, Additional file 1: Figure S1). NtPUB4 was re-
ported to interact directly with the receptor-like kinase
CHRK1 and it was predicted to be involved in modulat-
ing the plant developmental signaling pathway mediated
by CHRK1 [46]. AtPUB4 was identified to influence male
fertility through impacting growth and degeneration of
tapetal cells of Arabidopsis [47]. In rice, OsPUB15 was
grouped into cluster I of the rice U-box/ARM repeat pro-
tein subfamily [22,23] and it was found to share the high-
est sequence similarity (50.2% identity, 65.7% similarity)
with OsPUB16, an uncharacterized PID2K-interacting
protein [45].
The ARM repeat domain of OsPUB15 is required for
directly interacting with PID2K
To confirm the interaction between OsPUB15 and PID2K
detected from the yeast-two-hybrid system, we performed
in vitro pull down assays. For these assays, PID2K was
expressed in frame with Glutathione S transferase (GST)
in yeast and OsPUB15 was expressed as a His-tagged fu-
sion protein in Escherichia coli (E. coli), respectively. The
expressed GST-PID2K was then purified with Glutathione
Sepharose 4B beads and incubated with the purified His-
OsPUB15. Following extensive washings, the proteins
bound to the beads were separated by SDS-PAGE and
immunoblotted with anti-OsPUB15 and anti-GST anti-
bodies, respectively. We found that the anti-OsPUB15
antibody was able to specifically detect a clear band about
90 kD as the size of OsPUB15 from the components
pulled down by GST-PID2K (Figure 2B, lane 4) whereas
no band was detected from those pulled down by GST
alone (Figure 2B, lane 5). This result reveals that OsPUB15
Figure 1 Predicted amino acid (aa) sequence of OsPUB15. The U-box domain from amino acid 232 to 295 is underlined, in which the
conserved amino acids are indicated in bold. Five ARM repeat motifs in the C-terminal region are separately shown in italics.
Figure 2 Determination of interactions between OsPUB15 variants and PID2K. (A) Schematic representations of OsPUB15 and its truncated
variants. (B) In vitro binding analysis of OsPUB15 and its truncated variants to the PID2 kinase domain. The purified His-fusion proteins were separately
mixed with equal quantities of resin bound GST-PID2K and then pulled down by the resin. After extensive washings, the pull-down products were
immunoblotted with anti-OsPUB15 (top panel) or anti-GST (bottom panel) antibody. One-tenth of the input of purified His fusions, His-OsPUB15
(lane 1), His-OsPUB15C (lane 2) and His-OsPUB15N (lane 3), were loaded as controls. (C) Subcellular localization of OsPUB15 and PID2K, respectively. Rice
protoplasts were co-transformed with the nuclear marker mCherry-VirD2NLS (mCherry-NLS) accompanied with GFP alone (top panel) or GFP fused
proteins (middle and bottom panel) driven by 35S promoter, respectively. The panels from left to right are confocal micrographs of GFP signal (green),
mCherry signal (red), bright-field images and the resultant overlaid images, respectively. Bars = 5 μm. (D) BiFC analysis of in vivo interaction between
PID2K and OsPUB15 or its variants. PID2K and the OsPUB15 variants were respectively fused to the inactive N-terminal (nEYFP) or the C-terminal
(cEYFP) part of EYFP, and the pairs of indicated recombinant proteins were transiently expressed in rice protoplasts along with mCherry-VirD2NLS
(mCherry-NLS), a nuclear marker. The fluorescence signals were monitored by confocal microscopy. The panel shows fluorescence images of the EYFP
signal (green), the mCherry signal (red), the bright-field illumination of protoplasts and the overlaid images, respectively. Bars = 5 μm. The above
experiments were repeated three times with similar results.
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with the result obtained from yeast-two-hybrid.
In order to determine the fragment of OsPUB15 which is
essential for its interaction with PID2K, two OsPUB15 vari-
ants, OsPUB15C (C-terminus of OsPUB15, amino acids
307-824) and OsPUB15N (N-terminus of OsPUB15, amino
acids 1-351, Figure 2A) were separately expressed as
His-fused proteins and the purified His-OsPUB15C and
His-OsPUB15N were respectively introduced into GST
pull-down assays. We found that the anti-OsPUB15 anti-
body was able to detect a positive band from the pulled
down components of GST-PID2K post incubation with His-
OsPUB15C (Figure 2B, lane 6) rather than with His-
OsPUB15N (Figure 2B, lane 8), whereas no band was
detected from the pulled down components of GST post in-
cubation with His-OsPUB15C or His-OsPUB15N (Figure 2B,
lane 7 and lane 9). These results suggest that the C-terminal
fragment containing the entire ARM repeat domain of
OsPUB15 is essential and sufficient for the interaction be-
tween OsPUB15 and PID2K.
To further verify the interaction between OsPUB15 and
PID2K, we performed bimolecular fluorescence comple-
mentation (BiFC) assays. Before this analysis, we firstly
determined the subcellular localization of OsPUB15 and
PID2K, individually. We fused the coding region of
OsPUB15 and PID2K to the N-terminus of green fluores-
cent protein (GFP), respectively, to produce the OsPUB15-
GFP and PID2K-GFP fusion proteins. Each of these fusion
proteins under the control of CaMV 35S promoter was co-
expressed with the nuclear marker mCherry-VirD2NLS in
rice protoplasts, respectively. We found that the fluores-
cence signals were present at cytosol when the protoplast
cells were transformed with OsPUB15-GFP, whereas the
fluorescence signals were present at cytosol and nucleus
when the protoplast cells were transformed with PID2K-
GFP (Figure 2C). These results suggest that OsPUB15 is lo-
cated in cytosol while PID2K, the separated intracellular part
of PID2, distributes in both the nucleus and the cytosol of
rice cells.
To further determine the domain required for
OsPUB15 to interact with PID2K in vivo, we created an-
other variant called OsPUB15N-1 (amino acids 1-506,
Figure 2A), which is longer than OsPUB15N, and ap-
plied it to the following BiFC assays. PID2K and the var-
iants of OsPUB15 were respectively fused to the split N-
terminal (nEYFP) and C-terminal (cEYFP) fragments of
enhanced yellow fluorescent protein (EYFP) to generate
the constructs, PID2K-nEYFP, OsPUB15-cEYFP, OsPU
B15C-cEYFP and OsPUB15N-1-cEYFP. The pairs,
PID2K-nEYFP/OsPUB15-cEYFP, PID2K-nEYFP/OsPUB
15C-cEYFP and PID2K-nEYFP/OsPUB15N-1-cEYFP,
were respectively co-transformed with mCherry-
VirD2NLS into rice protoplasts. We detected the fluor-
escence signals in cytosol when the pair of PID2K-nEYFP/OsPUB15-cEYFP was co-transformed into proto-
plasts (Figure 2D), suggesting that OsPUB15 did inter-
act with PID2K. This result is consistent with the
cytosolic co-localization of both PID2K and OsPUB15
(Figure 2C). Moreover, the fluorescence signals were
also appeared in the cytosol of the protoplasts trans-
formed with PID2K-nEYFP/OsPUB15C-cEYFP, but not
in the protoplasts transformed with PID2K-nEYFP/
OsPUB15N-1-cEYFP (Figure 2D), suggesting that the
variant, OsPUB15C but not OsPUB15N-1 interacts with
PID2K. Together with the sequences and structures of
OsPUB15C and OsPUB15N-1 (Figure 2A), these results
also suggest that the ARM domain of OsPUB15 is es-
sential for the interaction of OsPUB15 with PID2K
in vivo.OsPUB15 is transphosphorylated by PID2K in an ARM-
dependent manner
Since PID2K is the putative kinase domain of PID2 [44],
we were interested in determining whether PID2K really
possessed kinase activity. For this purpose, we per-
formed in vitro phosphorylation assay on the purified
protein GST-PID2K and found that the PID2K was cap-
able of autophosphorylation (Figure 3A). This result
suggests that PID2 is an active kinase. As OsPUB15
could interact with PID2K directly, we wondered
whether PID2K was capable of phosphorylating OsP
UB15. We then performed a similar kinase activity ana-
lysis on GST-PID2K co-incubated with the purified His-
OsPUB15. We found that not only GST-PID2K but also
His-OsPUB15 was phosphorylated, whereas, His-OsP
UB15 was not phosphorylated when it was incubated in
the absence of GST-PID2K (Figure 3A). Our results in-
dicate that PID2K is able to transphosphorylate OsP
UB15 and thus OsPUB15 is a substrate of the active kin-
ase PID2K.
To examine whether the phosphorylation sites of
OsPUB15 are in the ARM repeat domain as it is respon-
sible for interacting with PID2K, we conducted additional
phosphorylation assays using the OsPUB15 variants as
substrates. To avoid the potential confusion likely caused
by the same molecular weight (65 kD) of His-OsPUB15C
and GST-PID2K, His-OsPUB15C-1 (amino acids 481-824,
45 kD), with different molecular weight, was created and
used in the assays. We found that His-OsPUB15C-1 could
be efficiently phosphorylated by GST-PID2K (Figure 3C),
whereas His-OsPUB15N was not (Figure 3B). Further-
more, we also found that the variant OsPUB15C-2 (amino
acids 611-824) containing only four ARM motifs was suf-
ficient for OsPUB15 to be phosphorylated by PID2K
(Figure 3D). These results suggest that the PID2K-
phosphorylated residues are mainly distributed in the
ARM repeat domain of OsPUB15.
Figure 3 The ARM repeat domain is required for OsPUB15 to be phosphorylated by PID2K. In vitro phosphorylation analysis of OsPUB15
(A), OsPUB15N (B), OsPUB15C-1 (C) or OsPUB15C-2 (D) by the kinase domain of PID2. The purified His fusion proteins were incubated with
purified GST-PID2K in the presence of [γ-32P] ATP. GST-PID2K was used as a positive control. Samples were separated with SDS-PAGE followed
by Coommassie Brilliant Blue staining (CBB staining) and Autoradiography (Autorad), respectively. Similar results were obtained from three
independent experiments.
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As U-box proteins usually possess E3 ubiquitin ligase activ-
ity [22,28,48,49], we presumed that OsPUB15 might func-
tion as an E3 ligase. To test this hypothesis, we performed
in vitro self-ubiquitination assay on bacterially expressed
His-OsPUB15. However, no E3 ligase activity was detected
for the purified His-OsPUB15 in the presence of wheat E1,
human E2 (UBCh5b) and His-tagged ubiquitin as well as in
the reactions lacking of E1, E2 or His-OsPUB15, while the
positive control SDIR1 showed strong self-ubiquitination
activity evidenced by detection of high-molecular-weight
bands with an antibody to ubiquitin (Additional file 1:
Figure S2). We then performed additional ubiqutination as-
says on the purified His-OsPUB15 using ten different Arabi-
dopsis E2s, ATS1, ATS2, ATS5, ATS6, ATS8, ATS9, ATS10,
ATS12, UBC4 and UBC32, respectively, and found that His-
OsPUB15 did not show any detectable E3 ligase activity
when incubated with any of these E2s (data not shown).
Considering that post translational modification might be
required for the E3 ligase activity of OsPUB15, we pre-
incubated the purified His-OsPUB15 with the total protein
extracts of rice and used such pre-incubated His-OsPUB15for the in vitro ubiquitination assay. The result showed that
such pre-treated His-OsPUB15 displayed E3 ligase activity
in the presence of E1, E2, and ubiquitin (Figure 4A, lane 8).
By contrast, no protein ubiquitination was detected on un-
treated His-OsPUB15 (Figure 4A, lane 4) as well as in the
reactions lacking of E1, E2, or His-OsPUB15 (Figure 4A,
lanes 1-3, 5-7). These findings suggest that post translational
modification is essential for OsPUB15 to exhibit its E3 ligase
activity.
As OsPUB15 could be phosphorylated by PID2K, it was
attractive for us to figure out whether the phosphorylation
modification was required for OsPUB15 to be an active E3
ligase. For this purpose, we carried out self-ubiquitination
assay on the His-OsPUB15 pre-phosphorylated by GST-
PID2K. As expected, the results showed that the phosphory-
lated form of His-OsPUB15 indeed exhibited ubiquitination
activity in the presence of E1, E2, and ubiquitin (Figure 4B,
lane 8), whereas no ubiquitination activity was detected on
unphosphorylated His-OsPUB15 or in the reactions lacking
of E1, E2, or His-OsPUB15 (Figure 4B, lanes 1-7). These re-
sults suggest that the phosphorylation modification by
PID2K is required for OsPUB15 to release its E3 ligase
activity.
Figure 4 The pre-treated OsPUB15 possesses E3 ligase activity. (A) E3 ligase activity analysis of pre-incubated His-OsPUB15. The purified His-OsPUB15
was incubated with total protein extracts of rice for one hour, and then was put into self-ubiquitination assays in the presence of wheat E1, human E2
(UBCh5b) and 6xHis tag ubiquitin (His-Ub) or in the absence of E1, E2 or His-OsPUB15 (lanes 5-8). As a control, the un-pre-incubated His-OsPUB15 was
included in the assays (lanes 1-4). After the reactions, samples were separated by 12% SDS-PAGE and immunoblotted with anti-Ub (top panel) or
anti-OsPUB15 (bottom panel) antibody. (B) E3 ligase activity analysis of PID2K-phosphorylated His-OsPUB15. The untreated His-OsPUB15 (lanes 1-4) and
the PID2K-phosphorylated His-OsPUB15 (lanes 5-8) were assayed for ubiquitination activity, respectively. The reaction products were immunoblotted with
anti-Ub (top panel) or anti-OsPUB15 (bottom panel) antibody. These experiments were repeated three times with similar results obtained.
Figure 5 Expression pattern of OsPUB15. (A) Northern analysis of
OsPUB15 in different tissues of rice cultivars TP309 and Digu. The total
RNAs extracted from various rice tissues were hybridized with 32P-labeled
OsPUB15 probe, rRNA signals were used as a sample loading control. R, S,
L, YP and MP denote root, stem, leaf, young panicle and mature panicle,
respectively. (B) qRT-PCR analysis of OsPUB15 expression profiling in TP309
and Digu at 0, 1, 2, 3, 4, 5 and 6 days post inoculation (DPI) with the blast
strain ZB15. The expression level of OsPUB15 at 0 day was set as 1.0. The
expression level of rice ACTIN1 gene was used as an internal control for
normalization of the data. Values are means ± SDs of three biological
repeats.
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To reveal the expression profile of OsPUB15, we per-
formed northern analysis on the RNA samples prepared
from diverse tissues, including root, stem, leaf, young
panicle and mature panicle of the two rice cultivars,
Taipei309 (TP309) and Digu, using the cDNA of
OsPUB15 as the probe. The result shows that OsPUB15
is ubiquitously expressed in the tested tissues of both
rice cultivars, with relatively higher expression level in
the leaf of TP309 and in the leaf, young panicle and ma-
ture panicle of Digu as well (Figure 5A).
Because PID2 confers resistance to M. oryzae isolate
ZB15 [44] and OsPUB15 physically interacts with PID2K,
we wondered whether the expression of OsPUB15 was af-
fected by inoculation with ZB15. To address this question,
we carried out quantitative real-time PCR (qRT-PCR) ana-
lysis to examine the expression level of OsPUB15 in the
resistant rice cultivar Digu and the susceptible cultivar
TP309, respectively, post inoculation with ZB15. We
found no obvious changes in the expression level of
OsPUB15 in both rice cultivars, which were well but
differently responsive to the inoculation as expected
(Figure 5B, Additional file 1: Figure S3). This is consist-
ent with the previous result that the expression level of
Pid2 was not affected by inoculation with ZB15 either
in susceptible or resistant rice varieties [44].
Overexpression of OsPUB15 leads to plant cell death
accompanied with excessive accumulation of ROS
To investigate the biological function of OsPUB15 in
rice, we subcloned the coding region of OsPUB15 into
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Ubiquitin promoter to generate the OsPUB15 overex-
pression construct (Figure 6A). We then introduced the
construct and the empty vector into the calli derived
from TP309, respectively, by Agrobacterium-mediatedFigure 6 Phenotypic characterization of the transgenic rice plants over-ex
vector. The ORF fragment of OsPUB15 is placed between the maize Ubiquitin pro
CaMV 35S promoter (Pro-35S) is included for hygromycin resistance. (B) Spontan
(referred to simply as OsPUB15ox) under sterile conditions. L3, L8, L11 and L16 ind
plants expressing the empty vectors. (C) qRT-PCR analysis of OsPUB15 expression
level of OsPUB15 in the control plants was set as 1.0. The expression level of the r
data. Data represent means ± SDs of three replicates. (D) Histochemical assays of
transgenic plants were stained with trypan blue (left panel), DAB (middle panel) o
accumulation, respectively. L3 and Con represent OsPUB15ox line 3 and the cont
transgenic rice plants. Total RNA was extracted from leaves of two-week-old tran
PR10 and PBZ1, respectively. Control RT-PCR reactions were conducted with rice A
later-emerged young leaves of OsPUB15ox before lesion formation, early-emerge
OsPUB15ox-L6, respectively. (F) Disease resistance determination of OsPUB15ox se
seedlings were treated with indicated blast strains, and the responses were analy
similar results obtained.transformation. We obtained more than 30 independent
transgenic plants over-expressing OsPUB15 (hereafter
referred to as OsPUB15ox) in total. A few days after the
regenerated transgenic rice plants produced, some
brown lesions appeared spontaneously on the early-pressing OsPUB15. (A) Schematic diagram of the OsPUB15 overexpression
moter (Pro-Ubq) and nos terminator (Tnos). The Hyg gene driven by the
eous cell death phenotype of transgenic rice plants over-expressing OsPUB15
icate the corresponding OsPUB15ox lines while Con represents the control
in two-week-old OsPUB15ox plants and the control plants. The expression
ice ACTIN1 gene was used as an internal control for normalization of the
the OsPUB15ox plants and the control plants. Leaves of two-week-old
r NBT (right panel) to indicate cell death, superoxide or hydrogen peroxide
rol plants, respectively. (E) Transcript expression analysis of PR genes in
sgenic plants. RT-PCR was performed with specific primers for PR1a, PR1b,
CTIN1. Con, L-, L+, L5 and L6 represent leaves of the control plants,
d old leaves of OsPUB15ox with lesions, total leaves of OsPUB15ox-L5 and
edlings to M. oryzae isolates. The control rice seedlings and the OsPUB15ox
zed two days later. The above experiments were repeated three times with
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lesions spread over the whole seedlings quickly resulting
in plants death within one month even under sterile con-
ditions. By contrast, no morphological abnormalities were
observed on the control transgenic plants expressing the
empty vector (Figure 6B, Additional file 1: Figure S4).
Quantitative RT-PCR analysis showed that the expression
of OsPUB15 in randomly selected OsPUB15ox rice lines
were up-regulated compared with that in control plants
(Figure 6C). These results indicate that overexpression of
OsPUB15 leads to rice plants death as a result of uncon-
trolled propagation of spontaneous lesions.
To explore the biochemical mechanisms underlying
the development of aggressive lesions in OsPUB15ox
seedlings, we evaluated the expression of several histo-
chemical markers in OsPUB15ox plants and control
transgenic plants. When stained with trypan blue, an in-
dicator of irreversible membrane damage or cell death,
cells at the lesion sites of OsPUB15ox leaves exhibited
deep blue in color whereas the cells in the leaves of con-
trol transgenic plants did not (Figure 6D). Moreover, the
DAB (diamino benzidine) and NBT (nitro blue tetrazo-
lium) staining analyses revealed that the accumulation of
reactive oxygen species (ROS), such as H2O2 and O2
−,
were closely correlated with lesion formation in OsPU-
B15ox leaves. On the contrary, no ROS production was
detected in leaves of the control transgenic plants
(Figure 6D). These results reveal that the development
of cell death in OsPUB15ox plants is likely resulted from
excessive accumulation of ROS.Overexpression of OsPUB15 activates rice defense
responses constitutively
In most cases, the presence of lesion mimic cell death in
plant is correlated with elevated expression of pathogen-
related (PR) genes and enhanced resistance to pathogens
[9,50]. Thus, we measured the transcript levels of four
PR genes, PR1a, PR1b, PR10 and PBZ1, by reverse tran-
scription polymerase chain reaction (RT-PCR) analysis.
We found that the expression of all these genes were up
regulated in the OsPUB15ox plants both before and after
lesion appearance (Figure 6E).
To test whether over-expression of OsPUB15 enhances
plant resistance to blast disease, we inoculated the
OsPUB15ox plants and the control plants with seven M.
oryzae isolates, Zhong-10-8-14, ZB13, ZB15, CH706, 99-
26-1, 99-26-2 and 97-27-2, respectively. We found that,
compared to the control transgenic plants, the OsPU-
B15ox plants confer enhanced resistance to all of the
tested blast isolates (Figure 6F). Taken together, these
findings suggest that overexpression of OsPUB15 consti-
tutively activates the basal defense responses against di-
verse isolates of M. Oryzae in rice.Discussion
Rice blast, caused by the most devastating rice pathogen,
is a severe threat to global rice production [43]. More than
20 rice blast resistance genes have been cloned in the past
years. However, only a few rice blast resistance genes, such
as Pita, Pb1 and Pit, have been well studied with the im-
mediate downstream components identified [51-53]. In
this study, we characterized the rice U-box/ARM repeat
protein OsPUB15, an interacting component of rice blast
resistance protein PID2. We found that the kinase domain
of PID2 was able to interact directly with and transpho-
sphorylate OsPUB15. We also found that the phosphoryl-
ation by PID2K was required for OsPUB15 to function as
an active E3 ligase under our experimental conditions.
Moreover, the fact that the OsPUB15ox plants exhibited
spontaneous cell death phenotype and conferred enhanced
basal defense suggest that OsPUB15 regulates plant PCD
and innate immunity.
OsPUB15 is a key factor involved in plant cell death and
defense responses
Plant U-box/ARM repeat proteins have been studied ex-
tensively in connection with plant defense responses and
cell death. SPL11 was the first characterized PUB E3 ligase
involved in cell death and defense in rice. The spl11 mu-
tant developed spontaneous cell death in leaves and con-
ferred enhanced resistance to multiple fungal and bacterial
pathogens, suggesting that SPL11 might serve as a nega-
tive regulator of plant PCD and pathogenic defense
[42,54]. As the closest Arabidopsis ortholog of rice SPL11,
the AtPUB13 was also found to be involved in the regula-
tion of cell death and plant defense [36]. The U-box E3 li-
gases CMPG1 and ACRE276 were characterized as
positive regulators of hypersensitive response in tobacco
[40,41]. In addition, the Arabidopsis PUB17-knockout mu-
tants conferred compromised resistance to avirulent
Pseudomonas syringae pv. Tomato [40]. On the contrary,
the Arabidopsis triple mutant pub22/pub23/pub24 was re-
ported to display enhanced resistance to diverse patho-
gens, accompanied with oxidative burst and plant cell
death [39]. Moreover, it is reported that the homozygous
pub44/pub44 mutant exhibited a seedling lethal pheno-
type resulting from widespread cell death lesions [38].
We investigated the biological function of OsPUB15 using
transgenic approach. The plants over-expressing OsPUB15
exhibited cell death phenotype and conferred enhanced re-
sistance to many M. oryzae isolates (Figure 6B, F). Interest-
ingly, the excessive accumulation of ROS was observed in
the lesion leaves of the OsPUB15ox plants (Figure 6D). It is
likely that the high level of ROS in transgenic plants induces
the abnormal phenotype and increases the resistance to
pathogens, as rapid generation of ROS is a well-known
process involved in plant PCD and innate immunity [55-57].
However, we failed to obtain transgenic rice lines with
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introduce two OsPUB15-RNAi constructs (targeting differ-
ent parts of the OsPUB15mRNA) individually into Pid2 rice
calli or TP309 calli, respectively. It is likely that the potential
regenerated plant or positive rice calli with drastically re-
duced expression of OsPUB15 (attribute to the strong driv-
ing effect of the rice actin promoter for OsPUB15-RNAi)
could not survive. This explanation is also supported by the
findings that the homozygous T-DNA insertion mutant of
OsPUB15 in the rice variety Dongjin exhibits a seedling le-
thal phenotype [32]. Interestingly, the ROS accumulation
and its impact on plant cell death were also found in the
OsPUB15-knockout mutants [32]. Collectively, these results
indicate that both up- and down- regulated expression of
OsPUB15 is able to induce accumulation of ROS and ultim-
ately leading rice plants to death at seedling stage. Thus, we
believe that the steady-state expression of OsPUB15 is es-
sential for plant survival and normal development. Add-
itionally, OsPUB15 is also involved in the responses against
abiotic stresses as the expression of OsPUB15 was up-
regulated upon salt or drought stresses (Additional file 1:
Figure S5). Taken together, our study reveals that OsPUB15
works as a key regulator for various ROS-related signaling
pathways, including plant innate immunity, PCD and abiotic
stresses.
OsPUB15 is a substrate of the receptor-like kinase PID2
The rice U-box/ARM repeat protein OsPUB15 was pre-
viously isolated as one of the PID2K-interacting proteins
through a yeast two-hybrid screening strategy [45]. By
using the GST pull-down and BiFC approaches, we con-
firmed the interaction between OsPUB15 and PID2K
in vitro and in vivo (Figure 2B, D). Furthermore, we
found that the ARM repeat domain of OsPUB15 is es-
sential for such interaction (Figure 2B, D), which is well
consistent with the defined protein-protein interaction
function of this domain [23,24].
The previous study has shown that PID2 is a transmem-
brane receptor-like kinase (RLK) containing a putative intra-
cellular serine/threonine kinase domain [44]. Many RLKs
with such cytosolic kinase domains, such as XA21 [58],
OsSERK2 [59], BRI1 [60], BAK1 [61], EFR [62] and FLS2
[63], have been reported to possess kinase activity. Similarly,
our present work reveals that PID2K is an active kinase
(Figure 3). Moreover, we also found that PID2K is able to
transphosphorylate OsPUB15 in vitro (Figure 3). The results
that PID2K interacts directly with and transphosphorylates
OsPUB15 support the notion that OsPUB15 is a substrate
of PID2.
E3 ligase activity of OsPUB15 relies on its
phosphorylation
As is known, whether the E3 ligase activity of a protein
could be successfully detected in vitro relies on thespecific E2 enzyme(s) used for the ubiquitination assay.
For example, the polyubiquitination of the E3 ligase
OsPUB73 could be detected in the presence of the Ara-
bidopsis E2 enzyme AtUBC8 or AtUBC9 rather than
AtUBC7 [23]. Moreover, the U-box/RING proteins h-
Goliath and AvrPtoB were able to exhibit strong ubiqui-
tination activity when respectively incubated with the
human E2 UBCh5c whereas they failed to display detect-
able ubiquitination activity when incubated with
UBCh5b [64,65]. In addition, Park et al. found that out
of the four E2s used (AtUBC5, AtUBC8, AtUBC10 and
UBCh5c), only UBCh5c (also named hUBC5c) is effect-
ive in testing the E3 ligase activity of OsPUB15 [32]. Un-
fortunately, UBCh5c is not available for the OsPUB15
ubiquitination assay in our study. It seems that such E2
preference in ubiquitination assay may explain why we
failed to detect the E3 ligase activity of bacterially
expressed OsPUB15 even though a total of 11 E2s were
used. Interestingly, after pre-incubating the bacterially
expressed OsPUB15 with total protein extracts of rice or
pre-phosphorylated by PID2K (Figure 4), we successfully
detected the E3 ligase activity of OsPUB15. Our results
suggest that the E3 ligase activity of OsPUB15 depends
on its phosphorylation under our experimental condi-
tions. In addition, we believe that the pre-incubation
strategy used in this study would be adaptable to other
prokaryotically expressed plant proteins for their in-vitro
ubiquitination assays, especially when the most suitable
E2s are not available or the post-translational modifica-
tion is required.
The mechanism for OsPUB15 to regulate plant cell death
and defense responses
In this study, we extensively characterized the interaction
between PID2K and OsPUB15 (Figure 2). We also found
that PID2K is able to form homo-dimers in rice protoplast
cells (Additional file 1: Figure S6). However, unlike PID2K,
which lacks of the transmembrane and extra-cellular do-
main, the full-length PID2 (FL-PID2) is not able to form
homo-dimers or interact with either OsPUB15 or OsPU
B15C (Additional file 1: Figure S7). This indicates that the
binding ability of PID2K with its partners is abolished in
the native status of FL-PID2. We deduced that the binding
sites of the native protein FL-PID2 in its kinase domain
might not be well exposed and binding with a specific lig-
and (for example, the elicitors from blast pathogens) would
be required for its conformational change enabling PID2 to
homodimerize and/or to interact with its substrate(s), such
as OsPUB15.
Many previous studies have revealed that homo-
dimerization is required for some RLKs to be auto-
phosphorylated in order to activate their full kinase
activity, and in turn, the downstream signaling pathways
in animals and plants [66-71]. According to this notion,
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phorylation of PID2 might be required for the activation
of PID2-mediated immune signaling. Collectively, we
propose a model to summarize these results (Figure 7).
In the absence of a corresponding ligand, the immune
receptor PID2 is in a stable inactive state. The percep-
tion of the ligand by its extracellular B-lectin domain
activates PID2 and promotes its homodimerization and
autophosphorylation, as well as the recruitment and
phosphorylation of cytosolic OsPUB15. After that, the
phosphorylated OsPUB15 release E3 ligase activity to
mediate the ubiquitination and degradation of itsFigure 7 A proposed model for OsPUB15 to regulate PID2-mediated
the immune receptor PID2 by changing its conformation, which leads dire
phosphorylated form of PID2 then recruits and transphosphorylates OsPUB
mediate the degradation of unknown substrate(s), which is/are likely involvsubstrate(s), which might be -involved in regulating rice
immune responses. Unfortunately, we could not provide
genetic evidences to support this model as we failed to
obtain the Pid2 plants silenced for OsPUB15. In future
study, it will be interesting to determine the biological
functions of OsPUB15 in PID2-mediated immunity
using alternative genetic approaches.
Previous studies indicated that PID2 belonged to the
non-RD subclass of RLKs [45,72], which is characterized
by carrying an uncharged residue (such as cysteine, gly-
cine, phenylalanine or leucine) in place of the conserved
arginine (R) located just before the catalytic aspartate (D)signaling. The unknown ligand from pathogen is likely able to activate
ctly to the homodimerization and autophosphorylation of PID2. Such
15. The phosphorylated OsPUB15 serves as an active E3 ligase to
ed in PID2-mediated immune responses.
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in both animals and plants [73]. Besides PID2, the well-
characterized immune receptors, XA21 and FLS2, also be-
long to non-RD kinases [73-75]. Interestingly, both XA21
and FLS2 also interact directly with their respective plant
E3 ligases to regulate plant defense responses [76,77].
Thus, we suggest that the signal pathway mediated by in-
teractions between non-RD kinases and E3 ligases respon-
sible for regulating innate immunity might broadly exist in
plant kingdoms.
More interestingly, the transgenic plants over-expressing
OsPUB15 but lacking of functional Pid2 constitutively ex-
hibit enhanced disease resistance to blast pathogens, accom-
panied with typical immune responses, such as rapid
production of ROS and up-regulated expression of PR genes
(Figure 6). These findings suggest that OsPUB15 also regu-
lates plant basal defense responses in a Pid2-independent
manner. Together with its involvement in plant cell death,
salt and drought stresses, our study reveals that OsPUB15
functions in many biological processes in rice, including
plant growth, biotic and abiotic stresses.
Conclusions
In this study, we confirmed that OsPUB15, a U-box/ARM
repeat E3 ligase, was a binding partner of rice blast resist-
ance protein PID2. In addition, we found that the kinase
domain of PID2 was an active kinase capable of phosphor-
ylating OsPUB15 and OsPUB15 was a substrate of PID2.
We also found that rice plants over-expressing OsPUB15
displayed spontaneous cell death, excessive accumulation
of ROS, increased expression of pathogenesis-related
genes and enhanced resistance to different blast strains.
Taken together, our study demonstrates that OsPUB15 in-
teracts with PID2 and plays significant roles in plant cell
death and defense responses.
Methods
Plant materials and growth conditions
The rice (Oryza sativa L.) subspecies indicia cultivar Digu
(Pid2/Pid2) conferring resistance to M. oryzae isolate
ZB15 [44] and a susceptible Oryza sativa L. subsp. japon-
ica ‘Taipei309’ (TP309) carrying homozygous pid2 were
used in this study. For expression profiling analysis of
OsPUB15, the rice plants were cultivated in the farm field
of the Institute of Genetics and Developmental Biology,
Chinese Academy of Sciences in Beijing. To examine their
response to blast fungi or the abiotic stresses, the rice
seedlings were grown in the greenhouse at 25-28°C under
a 16 h light/8 h dark regimen.
In vitro GST pull-down assays
All primers used in this study are listed in Additional file 1:
Table S1. The nucleotide sequence of PID2K was amplified
from Pid2-cDNA [44] using primers #1 and #2, and thePCR product was cloned into the shuttle vector pEGH in
frame with GST to generate GST-PID2K construct.
OsPUB15 (primers #3 and #4), OsPUB15N (primers #3 and
#5) and OsPUB15C (primers #6 and #4) fragments were
separately amplified from FL (full length) -cDNA of
OsPUB15 and cloned into pET-30a (Novagen) in frame with
6 ×His tag to generate His-OsPUB15, His-OsPUB15N and
His-OsPUB15C constructs, respectively. Afterwards, these
constructs were transformed into host strains, respectively.
GST-PID2K was induced to largely express (2% D-
Galactose, 14h, 30°C) in yeast strain Y258 and purified by af-
finity chromatography using Glutathione Sepharose 4B (GE
Healthcare). The His-tagged proteins were individually in-
duced to express (0.1 mM isopropyl β-D-thiogalactosiadse,
overnight, 28°C) in E. coli strain Transetta (DE3) (TransGen
Biotech, China) and purified with MagneHis™ Ni-Particles
(Promega). The eluted His-tagged proteins were incubated
with purified GST-PID2K or GST alone bound to glutathi-
one beads, respectively. After 4 h of incubation at 4°C, the
beads were extensively washed four times with GST binding
buffer (PBS, pH 7.3). Components bound to the beads were
eluted by boiling in SDS sample buffer, and then separated
on a SDS-PAGE gel and immunoblotted with anti-
OsPUB15 (Beijing Protein Innovation Co., Ltd., China) or
anti-GST antibody (Beijing Protein Innovation Co., Ltd.,
China).
In vitro phosphorylation assays
Two additional His-tagged OsPUB15 variants, His-OsP
UB15C-1 (primers #7 and #4) and His-OsPUB15C-2
(primers #8 and #4) were generated and used in this ana-
lysis. The generation, expression and purification of both
proteins were performed using similar strategies as those of
His-OsPUB15. The autophosphorylation assay of purified
GST-PID2K and transphosphorylation assays of the candi-
date substrates by GST-PID2K were performed according
to the procedure as described previously [58].
E3 ubiquitin ligase activity assays
The bacterially expressed His-OsPUB15, the pre-
incubated His-OsPUB15 and the phosphorylated His-
OsPUB15 were used in the assays. The pre-incubated
His-OsPUB15 was obtained by incubating the bacterially
expressed His-OsPUB15 bound to the MagneHis™ Ni-
Particles with the total rice protein extracts [40 mM
Tris–HCl, pH 7.4, 5 mM MgCl2, 5 mM ATP, 1 mM
PMSF, 1X Protease Cocktail (Roche)] for 1 h at room
temperature followed by extensively washing in PBS buf-
fer. The bacterially expressed His-OsPUB15 and its
phosphorylated form used in these assays were obtained
as described above. The crude extract containing recom-
binant wheat E1 (GI: 136632), human E2 (UBCh5b), and
purified Arabidopsis ubiquitin fused with the His tag
were also used in these assays. The rice E3 ligase SDIR1
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ducted as described previously [79]. After the reactions,
the resulting proteins were subjected to protein blot ana-
lysis using anti-Ub (produced by the laboratory of Prof. Qi
Xie, Institute of Genetics and Developmental Biology,
Chinese Academy of sciences) or anti-OsPUB15 antibody.
Subcellular localization and BiFC assays in rice
protoplasts
Rice protoplasts were prepared as described previously
[80]. The coding sequences of OsPUB15 (primers #3
and #9) and PID2K (primers #10 and #11) without the
stop codons were amplified and subcloned into the
pBI221-GFP vector under the control of the cauliflower
mosaic virus (CaMV) 35S promoter and in frame with
the green fluorescent protein (GFP) to create 35S::
OsPUB15-GFP and 35S::PID2K-GFP constructs, respect-
ively. These constructs and the control 35S::GFP vector
were respectively co-transformed into rice protoplasts
along with pSAT6-mCherry-VirD2NLS plasmid [81] by
polyethylene glycol-mediated transformation [80]. After
incubation at 28°C in the dark for 14 h, the florescence
signals were monitored with a confocal laser scanning
microscope (LSM 510 META; Zeiss, Goettingen,
Germany).
The BiFC vectors were obtained from The Arabidopsis
Biological Resource Center (http://abrc.osu.edu/). For BiFC
assays, the coding regions of PID2 (primers #12 and #13),
PID2K (primers #14 and #15), OsPUB15 (primers #16 and
#17), OsPUB15N-1 (primers #16 and #18) and OsPUB15C
(primers #19 and #17) were separately subcloned into the
BiFC vectors, including pSAT1-cEYFP-N1 and pSAT1-
nEYFP-N1 [82], to generate PID2-nEYFP, PID2-cEYFP,
PID2K-nEYFP, PID2K-cEYFP, OsPUB15-cEYFP, OsPU
B15N-1-cEYFP and OsPUB15C-cEYFP constructs, respect-
ively. Then the recombinant constructs in pairs were
co-transformed into rice protoplasts together with pSAT6-
mCherry-VirD2NLS plasmid and the signals were exam-
ined as described above.
Generation of OsPUB15ox transgenic plants
The coding region of OsPUB15 was amplified using
primers #3 and #20 and cloned into the binary vector
pTCK303 [83] to create the OsPUB15 overexpression
construct driven by maize Ubiquitin promoter. The con-
struct was then introduced into embryogenic calli de-
rived from TP309 seeds by Agrobacterium-mediated
transformation method [84]. As a control, the empty
pTCK303 vector was introduced into TP309 with similar
procedures.
Fungal treatments
Seven M. oryzae isolates, Zhong-10-8-14, ZB13, ZB15,
CH706, 99-26-1, 99-26-2 and 97-27-2, were used in thisstudy. The fungal spores of the M. oryzae isolates were
harvested by washing with 0.25% Gelatin solution and
diluted into the suspension at a concentration of 2 × 105
spores/ml. To determine the transcript expression of
OsPUB15 in rice plants post inoculated with the M. ory-
zae isolate ZB15, such spore suspension were sprayed
on four-leaf stage rice seedlings of Digu and TP309, re-
spectively. On the other hand, to assess the response of
OsPUB15ox seedlings to seven blast strains, 2 μl spore
suspension were dropped onto the leaves of the two-
week-old regenerated OsPUB15ox rice plants and the
control plants grown on half-strength MS medium. Sub-
sequently, the treated seedlings were put into a chamber
kept at 28°C and 100% relative humidity in the darkness
for 24 h and then transferred to a greenhouse with 16 h/
8 h (day/night) photoperiod at 25-28°C in conditions of
relatively high humidity as well. For the expression ana-
lysis of OsPUB15, the treated seedlings were sampled at
0, 1, 2, 3, 4, 5 and 6 days post inoculation (DPI); for the
disease resistance analysis, the lesions on inoculated
leaves of OsPUB15ox rice plants and the control plants
were evaluated at 2 DPI, respectively.
Gene expression analysis
Total RNA was extracted from plant tissues using Trizol
reagent (Invitrogen, California, USA) according to the
manufacturer’s manual. The Northern blotting analysis
was conducted as described previously [44]. For RT-PCR
analysis, the extracted RNA was treated with DNaseI (pro-
mega) to eliminate genomic DNA contamination and
first-strand cDNA was synthesized from 2 μg of DNA-free
RNA using reverse transcriptase (Promega, Madison, WI,
USA) in a 25 μl reaction volume. Then 0.5 μl of each re-
verse transcription product was used as template for PCR
reactions with gene-specific primers (primers #21 - #32 in
Additional file 1: Table S1). The PCR reaction was con-
ducted under the following conditions: 5 min at 94°C, 25
cycles (for the loading control ACTIN1) or 30 cycles (for
the other genes) of 30 s at 94°C, 30 s at 60°C and 30 s at
72°C, followed by a 5 min extension at 72°C. The quantita-
tive real-time PCR (qRT-PCR) analysis of OsPUB15 ex-
pression with primers #21 and #22 was carried out as
described previously [85]. The rice ACTIN1 gene (primers
#31 and #32) was used as an internal control for
normalization of RNA samples.
Histochemical analysis
Leaf samples of OsPUB15ox were collected for histochem-
ical analysis after lesions appeared (about two weeks after
the regenerated plantlets arisen). Leaves of the control plants
at the same stage were used for comparison analysis. Trypan
blue staining, DAB (diamino benzidine) staining and NBT
(nitro blue tetrazolium) staining are indicative of cell death,
H2O2 and O2
− accumulation, respectively. These staining
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previously [86].
Abiotic stress treatments
Two-week-old TP309 rice seedlings grown in dishes were
treated with 20% PEG (for drought stress) or 200mM NaCl
solution (for salt stress). The shoot of seedlings collected at
time-points 0, 0.5, 1, 2, 4, 8 and 24 h after treatment were
used for RNA extracting for OsPUB15 expression analysis.
Phylogenetic analysis
Phylogenetic analysis was conducted using MEGA ver-
sion 5 [87]. In brief, Full-length amino acid sequences of
all PUB proteins were aligned by ClustalW using default
parameters, and the phylogenetic tree was generated
using a neighbor-joining algorithm with 1000 bootstrap
replicates.
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is able to form homodimers. Figure S7. Full length PID2 (FL-PID2) does
not form homodimers or interact with OsPUB15 variants in rice
protoplasts. Table S1. Primers used in this study.
Competing interests
The authors declare that they have no competing interests.
Authors’ contributions
JW and BQ carried out the most of molecular genetic studies, data analysis
and drafted the manuscript. SD, LL and GL carried out the in vitro
phosphorylation assays. DY participated in BiFC assay and microscopy
analysis. ZP, ZZ and DT took part in phenotype analysis. MT and QX
participated in E3 ligase activity analysis. XC and LZ conceived of the study,
and participated in its design, coordination and drafted the manuscript. All
authors read and approved the final manuscript.
Acknowledgements
This work was supported by the grants from the National Basic Research
Program of China (2011CB100706 and 2012CB114005), the Transgenic
Projects from Chinese Ministry of Agriculture (2013ZX08009-001 and
2014ZX0800903B), the National Natural Science Foundation of China
(31171622, 31123007 and 31371705) and the State Key Laboratory of Plant
Genomics, China (2012B0301). We thank Prof. Wenyuan Song (Department of
Plant Pathology, University of Florida) for providing the candidates of the
PID2-binding proteins, Dr. Cailin Lei (Institute of Crop Research, Chinese
Academy of Agricultural Sciences) for kindly providing M.oryzae isolates. We
thank Prof. Shouyi Chen (Institute of Genetics and Developmental Biology,
Chinese Academy of sciences) for providing the pBI221-GFP vector and Prof.
Kang Chong (Institute of Botany, Chinese Academy of Sciences) for providing
the vector pTCK303. We also thank the National Institute of Agrobiological
Sciences, Japan, for providing the FL-cDNA clone of OsPUB15.
Author details
1State Key Laboratory of Plant Genomics and National Center for Plant Gene
Research, Institute of Genetics and Developmental Biology, Chinese
Academy of Sciences, Beijing 100101, China. 2Rice Research Institute, Sichuan
Agricultural University, Chengdu, Sichuan 611130, China. 3State KeyLaboratory for Plant Cell and Chromosome Engineering, Institute of Genetics
and Developmental Biology, Chinese Academy of Sciences, Beijing 100101,
China. 4College of Life Sciences, Hebei Agricultural University, Baoding, Hebei
071001, China. 5CAS Key Laboratory of Genome Sciences and Information,
Beijing Institute of Genomics, Chinese Academy of Sciences, Beijing 100029,
China.
Received: 24 September 2014 Accepted: 28 January 2015References
1. Liu W, Liu J, Ning Y, Ding B, Wang X, Wang Z, et al. Recent progress in
understanding PAMP- and effector-triggered immunity against the rice blast
fungus Magnaporthe oryzae. Mol Plant. 2013;6(3):605–20.
2. Dodds PN, Rathjen JP. Plant immunity: towards an integrated view of plant-
pathogen interactions. Nat Rev Genet. 2010;11(8):539–48.
3. Nurnberger T, Brunner F. Innate immunity in plants and animals: emerging
parallels between the recognition of general elicitors and pathogen-
associated molecular patterns. Curr Opin Plant Biol. 2002;5(4):318–24.
4. Medzhitov R, Janeway Jr CA. Innate immunity: the virtues of a nonclonal
system of recognition. Cell. 1997;91(3):295–8.
5. Abramovitch RB, Anderson JC, Martin GB. Bacterial elicitation and evasion of
plant innate immunity. Nat Rev Mol Cell Biol. 2006;7(8):601–11.
6. Boller T, Felix G. A renaissance of elicitors: perception of microbe-associated
molecular patterns and danger signals by pattern-recognition receptors.
Annu Rev Plant Biol. 2009;60:379–406.
7. Delteil A, Zhang J, Lessard P, Morel J-B. Potential Candidate Genes for
Improving Rice Disease Resistance. Rice. 2010;3(1):56–71.
8. Jones JD, Dangl JL. The plant immune system. Nature. 2006;444(7117):323–9.
9. Dangl JL, Dietrich RA, Richberg MH. Death Don’t Have No Mercy: Cell Death
Programs in Plant-Microbe Interactions. Plant Cell. 1996;8(10):1793–807.
10. Johal GS, Hulbert SH, Briggs SP. Disease lesion mimics of maize: A model for
cell death in plants (pages 685–692). Bioessays. 1995;17:685–92.
11. Moeder W, Yoshioka K. Lesion mimic mutants: A classical, yet still
fundamental approach to study programmed cell death. Plant Signal Behav.
2008;3(10):764–7.
12. Lorrain S, Vailleau F, Balague C, Roby D. Lesion mimic mutants: keys for
deciphering cell death and defense pathways in plants? Trends Plant Sci.
2003;8(6):263–71.
13. Mittler R, Rizhsky L. Transgene-induced lesion mimic. Plant Mol Biol. 2000;44
(3):335–44.
14. Dreher K, Callis J. Ubiquitin, hormones and biotic stress in plants. Ann Bot.
2007;99(5):787–822.
15. Smalle J, Vierstra RD. The ubiquitin 26S proteasome proteolytic pathway.
Annu Rev Plant Biol. 2004;55:555–90.
16. Vierstra RD. The ubiquitin-26S proteasome system at the nexus of plant biol-
ogy. Nat Rev Mol Cell Biol. 2009;10(6):385–97.
17. Downes B, Vierstra RD. Post-translational regulation in plants employing a
diverse set of polypeptide tags. Biochem Soc Trans. 2005;33(Pt 2):393–9.
18. Stone SL, Callis J. Ubiquitin ligases mediate growth and development by
promoting protein death. Curr Opin Plant Biol. 2007;10(6):624–32.
19. Moon J, Parry G, Estelle M. The ubiquitin-proteasome pathway and plant
development. Plant Cell. 2004;16(12):3181–95.
20. Hatakeyama S, Nakayama KI. U-box proteins as a new family of ubiquitin
ligases. Biochem Biophys Res Commun. 2003;302(4):635–45.
21. Koegl M, Hoppe T, Schlenker S, Ulrich HD, Mayer TU, Jentsch S. A novel
ubiquitination factor, E4, is involved in multiubiquitin chain assembly.
Cell. 1999;96(5):635–44.
22. Yee D, Goring DR. The diversity of plant U-box E3 ubiquitin ligases: from up-
stream activators to downstream target substrates. J Exp Bot. 2009;60
(4):1109–21.
23. Zeng LR, Park CH, Venua RC, Goughc J, Wang GL. Classification, Expression
Pattern, and E3 Ligase activity Assay of Rice U-Box-Containing Proteins.
Mol Plant. 2008;1:800–15.
24. Huber AH, Weis WI. The structure of the beta-catenin/E-cadherin complex
and the molecular basis of diverse ligand recognition by beta-catenin.
Cell. 2001;105(3):391–402.
25. Liu P, Sherman-Broyles S, Nasrallah ME, Nasrallah JB. A cryptic modifier
causing transient self-incompatibility in Arabidopsis thaliana. Curr Biol.
2007;17(8):734–40.
Wang et al. BMC Plant Biology  (2015) 15:49 Page 14 of 1526. Stone SL, Anderson EM, Mullen RT, Goring DR. ARC1 is an E3 ubiquitin
ligase and promotes the ubiquitination of proteins during the rejection of
self-incompatible Brassica pollen. Plant Cell. 2003;15(4):885–98.
27. Kitano H, Fujioka S, Sakamoto T. An E3 ubiquitin ligase, ERECT LEAF1, functions
in brassinosteroid signaling of rice. Plant Signal Behav. 2013;8(11):e27117.
28. Liu YC, Wu YR, Huang XH, Sun J, Xie Q. AtPUB19, a U-box E3 ubiquitin
ligase, negatively regulates abscisic acid and drought responses in
Arabidopsis thaliana. Mol Plant. 2011;4(6):938–46.
29. Raab S, Drechsel G, Zarepour M, Hartung W, Koshiba T, Bittner F, et al.
Identification of a novel E3 ubiquitin ligase that is required for suppression
of premature senescence in Arabidopsis. Plant J. 2009;59(1):39–51.
30. Amador V, Monte E, Garcia-Martinez JL, Prat S. Gibberellins signal nuclear
import of PHOR1, a photoperiod-responsive protein with homology to
Drosophila armadillo. Cell. 2001;106(3):343–54.
31. Seo DH, Ryu MY, Jammes F, Hwang JH, Turek M, Kang BG, et al. Roles of
four Arabidopsis U-box E3 ubiquitin ligases in negative regulation of abscisic
acid-mediated drought stress responses. Plant Physiol. 2012;160(1):556–68.
32. Park JJ, Yi J, Yoon J, Cho LH, Ping J, Jeong HJ, et al. OsPUB15, an E3
ubiquitin ligase, functions to reduce cellular oxidative stress during seedling
establishment. Plant J. 2011;65(2):194–205.
33. Ni X, Tian Z, Liu J, Song B, Li J, Shi X, et al. StPUB17, a novel potato UND/
PUB/ARM repeat type gene, is associated with late blight resistance and
NaCl stress. Plant Sci. 2010;178(2):158–69.
34. Cho SK, Ryu MY, Song C, Kwak JM, Kim WT. Arabidopsis PUB22 and PUB23
are homologous U-Box E3 ubiquitin ligases that play combinatory roles in
response to drought stress. Plant Cell. 2008;20(7):1899–914.
35. Cho SK, Chung HS, Ryu MY, Park MJ, Lee MM, Bahk YY, et al. Heterologous
expression and molecular and cellular characterization of CaPUB1 encoding
a hot pepper U-Box E3 ubiquitin ligase homolog. Plant Physiol. 2006;142
(4):1664–82.
36. Li W, Ahn IP, Ning Y, Park CH, Zeng L, Whitehill JG, et al. The U-Box/ARM E3
ligase PUB13 regulates cell death, defense, and flowering time in
Arabidopsis. Plant Physiol. 2012;159(1):239–50.
37. Vega-Sanchez ME, Zeng L, Chen S, Leung H, Wang GL. SPIN1, a K homology
domain protein negatively regulated and ubiquitinated by the E3 ubiquitin ligase
SPL11, is involved in flowering time control in rice. Plant Cell. 2008;20(6):1456–69.
38. Salt JN, Yoshioka K, Moeder W, Goring DR. Altered germination and
subcellular localization patterns for PUB44/SAUL1 in response to stress and
phytohormone treatments. PLoS One. 2011;6(6):e21321.
39. Trujillo M, Ichimura K, Casais C, Shirasu K. Negative regulation of PAMP-
triggered immunity by an E3 ubiquitin ligase triplet in Arabidopsis. Curr Biol.
2008;18(18):1396–401.
40. Yang CW, Gonzalez-Lamothe R, Ewan RA, Rowland O, Yoshioka H, Shenton
M, et al. The E3 ubiquitin ligase activity of arabidopsis PLANT U-BOX17 and
its functional tobacco homolog ACRE276 are required for cell death and
defense. Plant Cell. 2006;18(4):1084–98.
41. Gonzalez-Lamothe R, Tsitsigiannis DI, Ludwig AA, Panicot M, Shirasu K,
Jones JD. The U-box protein CMPG1 is required for efficient activation of
defense mechanisms triggered by multiple resistance genes in tobacco and
tomato. Plant Cell. 2006;18(4):1067–83.
42. Zeng LR, Qu S, Bordeos A, Yang C, Baraoidan M, Yan H, et al. Spotted leaf11, a
negative regulator of plant cell death and defense, encodes a U-box/armadillo
repeat protein endowed with E3 ubiquitin ligase activity. Plant Cell. 2004;16
(10):2795–808.
43. Dean R, Van Kan JA, Pretorius ZA, Hammond-Kosack KE, Di Pietro A, Spanu
PD, et al. The Top 10 fungal pathogens in molecular plant pathology. Mol
Plant Pathol. 2012;13(4):414–30.
44. Chen X, Shang J, Chen D, Lei C, Zou Y, Zhai W, et al. A B-lectin receptor
kinase gene conferring rice blast resistance. Plant J. 2006;46(5):794–804.
45. Ding X, Richter T, Chen M, Fujii H, Seo YS, Xie M, et al. A rice kinase-protein
interaction map. Plant Physiol. 2009;149(3):1478–92.
46. Kim M, Cho HS, Kim DM, Lee JH, Pai HS. CHRK1, a chitinase-related
receptor-like kinase, interacts with NtPUB4, an armadillo repeat protein, in
tobacco. Biochim Biophys Acta. 2003;1651(1–2):50–9.
47. Wang H, Lu Y, Jiang T, Berg H, Li C, Xia Y. The Arabidopsis U-box/ARM
repeat E3 ligase AtPUB4 influences growth and degeneration of tapetal
cells, and its mutation leads to conditional male sterility. Plant J.
2013;74(3):511–23.
48. Mudgil Y, Shiu SH, Stone SL, Salt JN, Goring DR. A large complement of the
predicted Arabidopsis ARM repeat proteins are members of the U-box E3
ubiquitin ligase family. Plant Physiol. 2004;134(1):59–66.49. Hatakeyama S, Yada M, Matsumoto M, Ishida N, Nakayama KI. U box proteins as a
new family of ubiquitin-protein ligases. J Biol Chem. 2001;276(35):33111–20.
50. Wu C, Bordeos A, Madamba MR, Baraoidan M, Ramos M, Wang GL, et al.
Rice lesion mimic mutants with enhanced resistance to diseases. Mol Genet
Genomics. 2008;279(6):605–19.
51. Inoue H, Hayashi N, Matsushita A, Xinqiong L, Nakayama A, Sugano S, et al.
Blast resistance of CC-NB-LRR protein Pb1 is mediated by WRKY45 through
protein-protein interaction. Proc Natl Acad Sci U S A. 2013;110(23):9577–82.
52. Kawano Y, Akamatsu A, Hayashi K, Housen Y, Okuda J, Yao A, et al. Activation
of a Rac GTPase by the NLR family disease resistance protein Pit plays a critical
role in rice innate immunity. Cell Host Microbe. 2010;7(5):362–75.
53. Jia Y, Martin R. Identification of a new locus, Ptr(t), required for rice blast
resistance gene Pi-ta-mediated resistance. Mol Plant-Microbe Interact.
2008;21(4):396–403.
54. Yin Z, Chen J, Zeng L, Goh M, Leung H, Khush GS, et al. Characterizing rice
lesion mimic mutants and identifying a mutant with broad-spectrum resist-
ance to rice blast and bacterial blight. Mol Plant-Microbe Interact. 2000;13
(8):869–76.
55. Kotchoni SO, Gachomo EW. The reactive oxygen species network pathways: an
essential prerequisite for perception of pathogen attack and the acquired
disease resistance in plants. J Biosci (Bangalore). 2006;31(3):389–404.
56. Van Breusegem F, Dat JF. Reactive oxygen species in plant cell death.
Plant Physiol. 2006;141(2):384–90.
57. Kojo K, Yaeno T, Kusumi K, Matsumura H, Fujisawa S, Terauchi R, et al.
Regulatory mechanisms of ROI generation are affected by rice spl
mutations. Plant Cell Physiol. 2006;47(8):1035–44.
58. Liu GZ, Pi LY, Walker JC, Ronald PC, Song WY. Biochemical characterization
of the kinase domain of the rice disease resistance receptor-like kinase
XA21. J Biol Chem. 2002;277(23):20264–9.
59. Chen X, Zuo S, Schwessinger B, Chern M, Canlas PE, Ruan D, et al. An XA21-
associated kinase (OsSERK2) regulates immunity mediated by the XA21 and
XA3 immune receptors. Mol Plant. 2014;7(5):874–92.
60. Oh MH, Ray WK, Huber SC, Asara JM, Gage DA, Clouse SD. Recombinant
brassinosteroid insensitive 1 receptor-like kinase autophosphorylates on
serine and threonine residues and phosphorylates a conserved peptide
motif in vitro. Plant Physiol. 2000;124(2):751–66.
61. Li J, Wen J, Lease KA, Doke JT, Tax FE, Walker JC. BAK1, an Arabidopsis LRR
receptor-like protein kinase, interacts with BRI1 and modulates brassinoster-
oid signaling. Cell. 2002;110(2):213–22.
62. Schwessinger B, Roux M, Kadota Y, Ntoukakis V, Sklenar J, Jones A, et al.
Phosphorylation-dependent differential regulation of plant growth, cell
death, and innate immunity by the regulatory receptor-like kinase BAK1.
PLoS Genet. 2011;7(4):e1002046.
63. Cao Y, Aceti DJ, Sabat G, Song J, Makino S, Fox BG, et al. Mutations in FLS2
Ser-938 dissect signaling activation in FLS2-mediated Arabidopsis immunity.
PLoS Path. 2013;9(4):e1003313.
64. Abramovitch RB, Janjusevic R, Stebbins CE, Martin GB. Type III effector
AvrPtoB requires intrinsic E3 ubiquitin ligase activity to suppress plant cell
death and immunity. Proc Natl Acad Sci U S A. 2006;103(8):2851–6.
65. Guais A, Siegrist S, Solhonne B, Jouault H, Guellaen G, Bulle F. h-Goliath,
paralog of GRAIL, is a new E3 ligase protein, expressed in human leukocytes.
Gene. 2006;374:112–20.
66. Liu T, Liu Z, Song C, Hu Y, Han Z, She J, et al. Chitin-induced dimerization
activates a plant immune receptor. Science. 2012;336(6085):1160–4.
67. Endres NF, Engel K, Das R, Kovacs E, Kuriyan J. Regulation of the catalytic
activity of the EGF receptor. Curr Opin Struct Biol. 2011;21(6):777–84.
68. Petutschnig EK, Jones AM, Serazetdinova L, Lipka U, Lipka V. The lysin motif
receptor-like kinase (LysM-RLK) CERK1 is a major chitin-binding protein in
Arabidopsis thaliana and subject to chitin-induced phosphorylation. J Biol
Chem. 2010;285(37):28902–11.
69. Bae JH, Schlessinger J. Asymmetric tyrosine kinase arrangements in
activation or autophosphorylation of receptor tyrosine kinases. Mol Cells.
2010;29(5):443–8.
70. Wang X, Li X, Meisenhelder J, Hunter T, Yoshida S, Asami T, et al.
Autoregulation and homodimerization are involved in the activation of the
plant steroid receptor BRI1. Dev Cell. 2005;8(6):855–65.
71. Surette MG, Levit M, Liu Y, Lukat G, Ninfa EG, Ninfa A, et al. Dimerization is
required for the activity of the protein histidine kinase CheA that mediates
signal transduction in bacterial chemotaxis. J Biol Chem. 1996;271(2):939–45.
72. Chen X, Ronald PC. Innate immunity in rice. Trends Plant Sci.
2011;16(8):451–9.
Wang et al. BMC Plant Biology  (2015) 15:49 Page 15 of 1573. Dardick C, Ronald P. Plant and animal pathogen recognition receptors
signal through non-RD kinases. PLoS Path. 2006;2(1):e2.
74. Schwessinger B, Ronald PC. Plant innate immunity: perception of conserved
microbial signatures. Annu Rev Plant Biol. 2012;63:451–82.
75. Dardick C, Schwessinger B, Ronald P. Non-arginine-aspartate (non-RD)
kinases are associated with innate immune receptors that recognize
conserved microbial signatures. Curr Opin Plant Biol. 2012;15(4):358–66.
76. Lu D, Lin W, Gao X, Wu S, Cheng C, Avila J, et al. Direct ubiquitination of
pattern recognition receptor FLS2 attenuates plant innate immunity.
Science. 2011;332(6036):1439–42.
77. Wang YS, Pi LY, Chen X, Chakrabarty PK, Jiang J, De Leon AL, et al. Rice
XA21 binding protein 3 is a ubiquitin ligase required for full Xa21-mediated
disease resistance. Plant Cell. 2006;18(12):3635–46.
78. Zhang Y, Yang C, Li Y, Zheng N, Chen H, Zhao Q, et al. SDIR1 is a RING
finger E3 ligase that positively regulates stress-responsive abscisic acid
signaling in Arabidopsis. Plant Cell. 2007;19(6):1912–29.
79. Xie Q, Guo HS, Dallman G, Fang S, Weissman AM, Chua NH. SINAT5
promotes ubiquitin-related degradation of NAC1 to attenuate auxin signals.
Nature. 2002;419(6903):167–70.
80. Bart R, Chern M, Park CJ, Bartley L, Ronald PC. A novel system for gene
silencing using siRNAs in rice leaf and stem-derived protoplasts.
Plant Methods. 2006;2:13.
81. Lee LY, Fang MJ, Kuang LY, Gelvin SB. Vectors for multi-color bimolecular
fluorescence complementation to investigate protein-protein interactions in
living plant cells. Plant Methods. 2008;4:24.
82. Citovsky V, Lee LY, Vyas S, Glick E, Chen MH, Vainstein A, et al. Subcellular
localization of interacting proteins by bimolecular fluorescence
complementation in planta. J Mol Biol. 2006;362(5):1120–31.
83. Wang Z, Chen CB, Xu YY, Jiang RX, Han Y, Xu ZH, et al. A Practical Vector for
Efficient Knockdown of Gene Expression in Rice (Oryza sativa L.). Plant Mol
Biol Rep. 2004;22(22):409–17.
84. Hiei Y, Ohta S, Komari T, Kumashiro T. Efficient transformation of rice (Oryza
sativa L.) mediated by Agrobacterium and sequence analysis of the
boundaries of the T-DNA. Plant J. 1994;6(2):271–82.
85. Yang C, Li D, Mao D, Liu X, Ji C, Li X, et al. Overexpression of microRNA319
impacts leaf morphogenesis and leads to enhanced cold tolerance in rice
(Oryza sativa L.). Plant Cell Environ. 2013;36(12):2207–18.
86. Qiao Y, Jiang W, Lee J, Park B, Choi MS, Piao R, et al. SPL28 encodes a
clathrin-associated adaptor protein complex 1, medium subunit micro 1
(AP1M1) and is responsible for spotted leaf and early senescence in rice
(Oryza sativa). New Phytol. 2010;185(1):258–74.
87. Tamura K, Peterson D, Peterson N, Stecher G, Nei M, Kumar S. MEGA5:
molecular evolutionary genetics analysis using maximum likelihood,
evolutionary distance, and maximum parsimony methods. Mol Biol Evol.
2011;28(10):2731–9.Submit your next manuscript to BioMed Central
and take full advantage of: 
• Convenient online submission
• Thorough peer review
• No space constraints or color ﬁgure charges
• Immediate publication on acceptance
• Inclusion in PubMed, CAS, Scopus and Google Scholar
• Research which is freely available for redistribution
Submit your manuscript at 
www.biomedcentral.com/submit
